A t th e c u rre n t sta g e o f m e d icin e d e v e lo p m e n t m icroflora of the human body is seen as extracorporeal organ w ith many functions, the most im portant of which is, u n d o u b te d ly , im m u n e . T h e ris in g in te r e s t o f practitioners to comprehensive and thorough studies of body m icrobiocenosis is associated w ith, on the one h a n d , t h e ir p a r tic ip a tio n in p ro v id in g n u m e ro u s physiological processes in the body, and, on the other hand, -th e ir potential role in the developm ent of various com plications of the basis disease, including purulents e p tic p ro c e s s e s [ 1 5 ] . U p p e r r e s p ir a to r y tr a c t anatom ically and physiologically is adapted fo r deposition of m icroorganism s from the inhaled air, so often they serve as «gateway» fo r infection and potential source of e n d o g e n o u s in fe c tio n s [7 ] . M a n y d is e a s e s are a s s o c ia te d w ith th e c o n s ta n t v io la tio n s o f nasopharyngeal flora, because this biotope is an unique ecological system th a t has developed evolutionarily and c o n ta in s a w id e v a rie ty o f m ic ro o rg a n is m s , fu n g i, protozoa, viruses [1, 3] . Most diseases of the respiratory system result from the fo rm a tion of dysbiosis in th is m icrobiocenosis influenced by various factors, including viral upper respiratory tract diseases such as influenza, acute re s p ira to ry in fe c tio n s (ARI) and acute u p p e r re s p ira to ry tr a c t c o n d itio n s [1 ,2 ] . N ow a dys th e s e diseases rem ain u n c o n tro lle d in fe c tio n s th a t cause s ig n ific a n t dam age to th e health of the p op ulatio n . Another im portant characteristic of respiratory diseases is th a t th e y can cause e pide m ics in th e process of encom passing th e g en eral p u b lic of all ages, often causing severe diseases with the significant proportion of com plicated form s. Often the cause of m ortality are bacterial com plications (sinusitis, m eningitis, pneumonia, etc. th a t occur in the background or as a result of acute viral disease, resulting in the form ation of dysbiosis nasal mucosa) [6, 7] .
T he aim o f s tu d y w as to e v a lu a te p o p u la tio n composition and colonization level of the nasopharynx m icrobiota in patients w ith acute respiratory infections fo r fu rth e r exploration the possibility of predicting the risk of complications.
M aterials and methods
The nasopharynx microbiocenosis material of 52 patients with acute respiratory infections and their com plications (acute sinusitis) was investigated by recognized microbiological method [9, 6] . Nasopharyngeal smears were taken with a sterile cotton swab, followed close by suspending in 1 ml of sterile saline solution. Later tenfold dilutions were inoculated on elective and selective nutrient media, which were then incubated later at optimum temperature for 24-48 hours. After the incubation was completed, the number of colonies that grew on the medium was counted. The level of colonization of the test material was expressed by the logarithm of the number of colonies forming units of bacteria in 1 ml of clinical sample (lg CFU/ ml), the total population-level was expressed by the geometric mean of all values. Microbes were identified according to the Bergey's classification [8] . In some cases the id e n tific a tio n was made w ith se m i-a u to m a tic microbiological analyzer «Vitek-2» [10].
T here w ere such g roups of exanim ated patients. M ore than 2 /3 of them (71, 0 %) suffered from acute respiratory infections, among w hich 63,0 % persons had m o d e ra te p ro g re s s , 2 9 .0 % o f p a tie n ts had acute sinu sitis, 6,0 % -w ith a p ro n o u n ce d h yp e rth e rm ia syndrome, indicating the severity of the course; in 2,0 % of cases occurred com plicated form s.
The population structure of the of nasal mucosa m icrobe variety in examined patients was represented by 98 stra in s of fa c u lta tiv e a n a e ro b ic, a e ro b ic and anaerobic bacteria, which form ed associations.
A ll id e n tifie d m icro o rg a n ism s w ere b e lo n g e d to bacterial flora. They w ere divided into 3 types and 5 classes. All selected m icroorganism s w ere divided into such ty p e s : F irm ic u te s o w n ed 7 2 ,4 % o f s tra in s , A c tin o b a c te ria -1 8,4 %, P ro te o b a c te ria -9 ,2 %. F irm ic u te s ty p e was re p re se n te d by tw o classes of bacteria: Bacilli (97,2 % of strains) and Clostridia (rest ones). Type Actinobacteria form ed the class of the same name, and in type Proteobacteria there were two classes Betaproteobacteria and Gammaproteobacteria (33,3 % and 66,7 % of strains accordingly)
The most studied patients' biotopes were colonized b y G ra m -p o s itiv e and G ra m -n e g a tiv e c o c c i. Staphylococcus spp. w ere presented on the mucosa of about tw o th ird s of patients (76,9 % ), S treptococcus spp. -in 40,4 % ( Table 1) . Table 1 The fre q u e n cy o f ce rta in b a cte ria ca rryin g in naso ph arynx in p atients w ith A cute re sp ira to ry in fe ctio n s M o s t o f b a c te ria l g e n e ra fo rm e d a p p ro p ria te communities. The structure of some of them is shown in Table 2 . Am ong the S taphylococcus com m unities 8 species of cocci w ere id e n tifie d . C oagulase-positive S. aureus and S. in te rm e d iu s fo rm e d a lm o s t a th ir d o f th e re s p e c tiv e g ro u p (2 7 ,5 % ), th e re s t s ta p h y lo c o c c i b elonged to coagulase-negative cocci, in clu d in g S. e p id e rm e d iu s , w h ic h w as d o m in a te d (4 2 ,5 % ). It should be noted th a t p o p u la tio n -le ve l of coagulasepositi ve s ta p h ylo co cci was 1-2 o rd e rs of m agnitude h ig h e r c o m p a rin g w ith c o a g u la s e -n e g a tiv e ones (Table 2) .
ОРИГІНАЛЬНІ ДОСЛІДЖЕННЯ
In streptococcal com m unity there w ere three groups of strep to cocci: alpha-hem olytic, beta-hem olytic, and gam m a-hem olytic variants.
Gam m a-hem olytic streptococci w ere dom inated in th is co m m u n ity (6 1 M iicrococcal com m unity was represented by three genera of cocci: M icrococcus, Kokuria and Rothia. The density of colonization of these bacteria was significantly lower, com paring with staphylococci and streptococci, reaching 4.8 lg CFU/ml according to geom etric mean. The highest colonization level was observed in Rothia spp. -5,96 lg CFU/ml and lowest (4,11 lg C FU/m l) -in Kokuria spp. (Table 2) .
Thus, it can be noted th a t the high level of m icrobial colonization of the mucosa was exposed to strains of E. coli and Pseudomonas spp. (Table 2) .
Some differences in the structure of nasopharynx m icrobiotic com m unity as well as colonization levels of its bacterial populations in patient with d iffe re n t clinical picture of diseases were observed.
In particular, patients, who had the phenomenon of a c u te s in u s itis in m a te ria ls w e re d o m in a tin g staphylococci such as S. aureus (37,5 % of cases), other s ta p h y lo c o c c i (3 1 ,2 5 % ) and v a rio u s ty pes o f streptococci (25 %). Besides, in m aterials from these patients the survey found Neisseria spp. (12,5 %) and Rothia mucilaginosa (12,5 %) and in 6,25 % of cases Granilicatella elegans, C. difficile, Corynebacterium spp., Moraxella cataralis, Ps. fluorescens.
In p atients w ith a d iagnosis of acute re s p ira to ry infectio n, among bacte ria isolated from nasopharynx mucosa population of staphylococci (80,6 % of cases) and streptococci w ere dom inated (80,6 % and 47,2 % of cases respectively). S. m itis population was found in The results basically confirm the published data on the structure of m icrobiota of the nasal and nasopharynx m uco sa in h um an s [1 ,2 ,5 ] . S im u lta n e o u s ly , th e y e v id e n c in g s ig n ific a n t d iffe re n c e s in th e m ic ro b ia l biotope composition during various diseases.
M a k in g th e a na lysis o f nasal and n a s o p h a ry n x m u c o s a m ic r o b io c e n o s is in p a tie n ts w ith a c u te re s p ira to ry v ira l in fe c tio n , it sh o u ld be n oted th a t to g e th e r w ith are a num ber of ubiquitous bacteria, th a t r e p r e s e n t r e s id e n t a nd tr a n s ie n t p o p u la tio n s 2. T he h ig h e s t rate s o f c o lo n iz a tio n leve ls are reached by streptococci -7,88 lg CFU/ml. However, E. co i , which is found in single cases, also had high levels of nasopharynx mucosa coloni zation -8,68 lg CFU/ml.
3. There are some quantitative differences in the com position nasal mucosa m icrobiocenosis in patients who have d iffe re n t com orbidities and d iffe re n t levels of cause the main process, make it possible to analyze and p r e d ic t th e p ro b a b le e tio lo g y o f b a c te ria l com plications and therefore, in tim e to prevent them.
